APMV2 is an endemic South American virus belonging to the comoviruses, whose host range is mainly restricted to the Solanaceae (2). APMV is a single-stranded positive-sense RNA virus with a bipartite genome, the so called M and B-RNA (3.5 and 5.6 kb), which are separately encapsidated into isometric particles. As for many other comoviruses (6, 9), particles are made up of two CPs, with mol wts of 22,066 and 42,494. Both CPs are encoded by the M-RNA and synthesized as part of a larger polypeptide. Proteolytic cleavage of the polyprotein yields the respective functional proteins (8). Recently a cDNA clone encoding the minor CP of APMV was isolated and showed that the minor CP is localized at the outermost 3' end of the M-RNA (7). Here, we report the cloning and characterization of a larger cDNA from the M-RNA, which encodes, in addition to the minor CP, also the major APMV CP (Table I ). Viral RNA purification, cDNA synthesis, and cloning were performed as described earlier (7). cDNA inserts up to 2.3 kb were isolated, assigned by northern hybridization to either APMV genomic RNA, and sequenced according to the method of Sanger et al. (5) . The NH2 terminus of the 42-kD CP was determined by microsequencing the purified CP, after electroblotting onto polybase-coated glass fiber (1).
Nucleotide sequence analysis of clone PS 60 (2309 bp) showed a polyadenylation tail at the 3' end and a long ORF translated into 601 aa (Fig. 1) . As previously reported (7), clone PS60 also includes the minor CP at the 3' end (from aa 405 to 601). The homology between both clones within this region is 100%. The NH2-terminal sequence of the major CP, as determined by microsequencing of the purified protein, is indicated on the ORF (starting at position 52). Apparently, the major CP is cleaved NH2 terminally at a QM bond, in analogy with cowpea mosaic virus, the type member of the comoviruses. The COOH-terminal end of the major CP is localized at position 1212 and represents the proteolytic cleavage site between major and minor APMV CPs. The predicted mol wt (42,494) of the larger CP, derived from the Codons not used include: TTA(L), TCG(S), CGA(R); aa with a high bias to one codon:
Plant Physiol. Vol. 100, 1992 aa sequence, is in good agreement with the estimate of 42,100 previously arrived at by SDS-PAGE (4). Comparison of the aa sequence of the APMV 42-kD CP with the major CP sequence of related comoviruses (3, 9) revealed an overall homology of 36.1% to cowpea mosaic virus and 39.6% to red clover mottle virus, suggesting that they apparently have a common genetic structure.
Thus, we have cloned the APMV ORF that encodes both major and minor CPs. Polymerase chain reaction strategies will be used to synthesize clones that cover each of the CPs separately. We will attempt to engineer CP-mediated protection against APMV. The necessity of one or both CPs in building up resistance will be considered. 
